. The sequence alignment of the ELIC and the human α7 nAChR. Some of important residues are colored. The conventional numbering for M2 residues is depicted on the bottom axis. Figure S2 . Root-mean-square deviation (RMSD) as a function of time during the MD simulations of ELIC (black and green lines), the F246E mutant (red line), and the human α7 nAChR (blue line) with the brown dashed line indicating the 10 ns extension to our previous published simulation (BJ 2007 (BJ , 93: 2622 . The extended nAChR trajectory reaches plateau, and remains stable for the rest of 10 ns. The regions shaded with light cyan color indicate the extracellular domain of the proteins, while the regions corresponding to the transmembrane domain with a transparent background. The two green boxes highlight the Cys and β8-β9 loops respectively, and the navy box highlights the M2 helices. Figure S4 .
Animation of the global twisting motion.
